Yeast cultivation, genetic and cell biology methods. Double mutant strains were generated by crossing single mutants, using standard methods. Genotypes were verified by phenotype and sequence analysis. HU sensitivity was tested by plating ten-fold serial dilutions on YPAD plates containing 10, 50 and 100 mM HU ( Figure 5B ). To measure recombination frequency, strains transformed with recombination substrates were grown for 3-4 days at 30˚ C. Recombination events occurring during this time were scored by comparison of total cell numbers (selected for the plasmid only) and the recombinants (selected for plasmid and the recombined LEU2 gene). Six colonies of at least three independent transformants were analyzed. For the sen1-1 mutation, transformants from two different spores were analyzed. Recombination substrates used are described in Supplementary Table II . GFP-based recombination was assessed in a FACScalibur of cells transformed with either pGLG alone (-AID) or cotransformed with pGLG and pGAID (+AID). After over night induction of AID and GLG in galactose, 10 6 cells were counted. AID dependent mutation was scored after counting 5-FOA resistant cells transformed with the pLAUR which encodes for URA3 in frame to LacZ in absence or presence of pGAID. Image analysis of Rad52-GFP transformed cells was performed using epifluorescence microscopy.
3'-end RACE
This was performed by amplifying total RNA prepared as for Northern blot analysis by reverse transcription, employing linker-coupled phased oligo dT. Specific products were amplified using a specific forward primer and the linker sequence as reverse primer. PCR products were separated on 2 % agarose gels.
RNA expression analysis by microarray. Total RNA was extracted from WT (WF1A) and sen1-1 (WF1B) cells, grown for 150 min at 30˚ C in 500 ml synthetic complete medium by acid phenol chloroform extraction. 20 μg total RNA was annealed with 1.72 μg random hexamer and 0.034 μg oligodT and transcribed by Superscript RT II (Invitrogen) in presence of Actinomycin D as described in Xu et al., (2009) . cDNA fragmentation, biotinylation and array hybridization was performed according to Affymetrix protocols #900671, #900720 and #900301. Micro-array hybridizations were normalized as previously described (Huber et al., 2006) and the transcript boundaries and annotations were used as published (Xu et al., 2009) . Statistical assessment of differential expression between wild-type and SEN1 mutant was done using the moderated t-test as implemented in the R-package, Limma (Smyth, 2004 ) and p-value adjusted for multiple testing (Benjamini and Hochberg, 1995) . DDCC GO annotation was originally retrieved from www.mips.gsf.de and manually curated (van Attikum et al., 2004) Microarray bioinformatics. All microarray data are accessible at Array Express (http://www.ebi.ac.uk/arrayexpress). The array design is available under A-AFFY-116. We employed the genomic DNA hybridizations of Mancer et al. Xu et al.(2009) ). Second row shows those significantly differentially expressed of each class (P < 0.01). See Table  SIV Jimeno, S., Rondon, A.G., Luna, R., and Aguilera, A. (2002) . The yeast THO complex and mRNA export factors link RNA metabolism with transcription and genome instability. EMBO J 21, [3526] [3527] [3528] [3529] [3530] [3531] [3532] [3533] [3534] [3535] Kawauchi, J., Mischo, H., Braglia, P., Rondon, A., and Proudfoot, N.J. (2008) . Budding yeast RNA polymerases I and II employ parallel mechanisms of transcriptional termination. Genes Dev 22, 1082-1092.
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